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Editorial Foreword 
IJCB has entered into its fifth successful year of publication and we are pleased to anounce 
the fifth volume of IJCB first issue. We really aplogize for the delay in this release as there 
were some technical problems with IJCB. IJCB was earlier associated with Bioclues.org, but 
now core committee of Bioclues.org decided to withdraw its association with IJCB. Support 
form Bioinformatics.org is still with IJCB and it has found a new associate in form of 
Bioinfoindia.org whcih will be its new official associate and we believe that this new 
beginning will carry IJCB to its new heights. Editorial board and team IJCB would like to 
thank all the aspirant authors for their patience and support. 
 The current issue of IJCB contains nine articles of good quality as five research 
articles, three review articles and a research commentary. Each submission was evaluated 
anonymously by two reviewers. Many articles were submitted from which after careful 
consideration the editorial committee selected these nine papers for publication in this issue 
of IJCB. We would like to sincerely thank the members of the editorial and reviewing 
committee for the high quality of their constructive review. 
 The very first paper by Mujawar et al is on In silico drug designing and Lead 
Compound validation against YycG histidine kinase where authors discussed about the two-
component signal transduction system (TCS) in bacterial systems and also proposed 
promising lead-compounds for developing new drugs against staphylococci infections. 
Second article by Patodia et al presents Flexibility analysis of Native Pyridoxal Kinase (PLK) 
and its complexes with ATP and ADP through molecular docking, dynamics and simulation 
studies. The stability of native and PLK in complex with ATP and ADP, was ascertained by 
MD simulations and mechanism of ligand binding was explored by essential dynamics. 
Simulation results also indicated that the van der Waals contribution was greater than the 
electrostatic interaction between the protein residues and the ligands. 
 Interestingly the third paper by Thomas and Sabu presents a new pipeline for the 
identification and characterization of MicroRNAs from plants. An analysis pipeline was 
developed using sRNAbench for read processing, miRNA sequence identification using 
miRBase, target prediction using psRNATarget and enrichment analysis using agriGO and 
REVIGO. In silico Drug Prediction and Validation of Lead candidates on Plasmodium 
falciparum Erythrocyte Membrane Protein 1(pfEMP1) against Malaria by Mujawar et al is 
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another attempt to provide new molecules for a serious disease. Machado da Silva et al 
presented a comprehensive study on Potential Interaction Between Presenilin and 
Metacaspase  on the Mechanism of Programed Cell Death in Leishmania infantum. Autors 
suggested suggesting potential availability of a hybrid peptide originated from the presenilin 
and metacaspase of the Leishmania for the developing of new drugs or vaccine. Pritam 
Kumar Panda raise an excellent concern through his brief commentary on how the whole 
world in on the verge of a higher risk of many viral and bacterial diseases transmitted through 
various vectors like mosquitoes, ticks and other vectors. 
 Besides these articles, three interesting and knowledgeble reviews were also accepted. 
In the very first review Sneha et al thors light on recent trends in computational drug 
discovery process. In the next review Rakesh et al discussed about nonparametric statistical 
test approaches in genetics data. In the last review Joshi and Mujawar asked an important 
question about SPECT And SPECT2 if can act as potential targets for an effective vaccine for 
malarial parasite. They also proposed that the parasite undergoes evolutionary changes hence 
is prone to resistance, and therefore there is a need to incorporate multiple features while 
disegning new targets or developing new vaccines. 
 It is anticipated that all the research articles published in this issue provide insightful 
view on their respective work and It is believed that the compiled papers will provide 
important impending into the progress of computational aspects for the biological data 
analysis. We are looking for interesting articles in various aspects of bioinformatics, 
Genomics, proteomics, and systems biology and CFP for the same is also available on IJCB 
site. 
 
Wishing you all an excellent and insightful readership. 
 
Pritish Kumar Varadwaj and Tiratha Raj Singh 
Managing Editors, IJCB  
 
 
